1. The Bowtie2 index files for human reference genome (hg19) chromosomes 1,2,3, and 14 were generated with bowtie2-build. Default parameters were used. 2. For alignment with Bowtie2, default parameters were used except for the following parameters:  The "--local" option was set.  -X: 600
Predicting Amplicons with RDXplorer 2.0
Other than to specify chromosomes 1,2,3, and 14, all default parameters were used.
Merging of Amplicons
Before sending the copy number predictions to our algorithms, we merged amplicons (predicted copy number gains) that were separated by 10,000 bases or less. Delly was configured to discover the following kinds of structural variants: 
